significantly differentially expressed proteins by gene ontology analysis including molecular function. Doxycycline influenced nucleotide binding, purine nucleotide binding, cytosol, vesicle, actin binding, cytoskeletal protein binding and ATP binding. Of interest, ATP binding involves energy metabolism, RNA binding influences the synthesis of proteins and the regulation of cell death, which have a marked effect on cell survival. Based on the above results, multiple biological processes that are essential for cell survival were influenced or inhibited by doxycycline. (B) Classification of significant differential expression proteins by gene ontology analysis including biological processes. According to the DAVID molecular function information, the top network function-based clusters were associated with RNA processing, translation, the cell cycle, mRNA metabolic processes, the regulation of programmed cell death, the response to organic substances and protein complex biogenesis. (C) Classification of significantly differentially expressed proteins by gene ontology analysis including celluar components. The analysis revealed that doxycycline stimulated cells produce a higher proportion of proteins that function in the following categories: non-membrane-bound organelles, intracellular non-membrane-bound organelles, cytosol, organelle lumen ribosome, ribosomes, and ribonucleoprotein complexes. 
